Please find attached a revised version of the above referenced manuscript. On behalf of the authors, I would like to express our sincere appreciation to you and the reviewers for the helpful comments regarding our work. Below, we have compiled a point-by point response to the comments and have highlighted sections of the manuscript that were revised. We are happy to provide additional clarification in case some of our responses are inadequate.
Reviewer #2:
In "Identification of functional single nucleotide polymorphism of Populus trichocarpa PtrEPSP-TF and determination of its transcriptional effect," the authors identify a SNP in PtrEPSP-TF, and demonstrate in rice the impact of this SNP on DNA binding, transcriptional activity, metabolite biosynthesis, and regulatory activity. Overall, the paper is well-written and easy to understand, with sufficient in-text and supplementary materials to evaluate results and conclusions. Furthermore, the study provides insights into the mechanisms controlling phenylpropanoid biosynthesis in rice. Below are specific comments:
Line 91: The period is missing after "etc."
[Response:] A period has been added after etc.
Line 113-114: I understand that this study provides a useful strategy for understanding phenylpropanoid regulation in rice, but what, if anything from this study can be useful for understanding phenylpropanoid biosynthesis in poplar, the species from which PtrEPSP-TF was identified?
[Response:] Yes, our study also revealed that Populus homologs of the five negative regulators found in rice (XND1, MYB48, MYB3R1, MYB3R3, and NAC047) had opposite expression pattern to PtrEPSP-TF in the woody-forming zone (Fig. 4B) . Since PtrEPSP-TF has positive effect on lignin and phenylpropanoid biosynthesis, these Populus genes should negatively affect phenylpropanoid biosynthesis as their rice homologs do. Our studies provided evidence to link these Populus genes with the phenylpropanoid pathway. To clarify this, a description has been added in Line 113 -115. Additionally, the last sentence of the introduction section (Line 115 -117) has been modified to include the impact on understanding phenylpropanoid biosynthesis in poplar. [Response:] Yes, it is based on the intensity of binding bands on EMSA. We used the same amount of BESC-35 and BESC-876 in EMSA assay. In our analysis, the two proteins had binding bands with similar intensity (Fig. 1B) . If the band intensity of BESC-876 is set to 1, the relative band intensity of BESC-35 will be 1.263517 (quantified using Image Lab software (Biorad)). We repeated this assay for three times and got consistent results. 
